Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.004 Å; disorder in main residue; R factor = 0.067; wR factor = 0.151; data-to-parameter ratio = 13.9.
The title Schiff base compound, C 15 H 14 N 2 O 2 , consists of two crystallographically independent molecules, A and B. Molecule A is almost planar, whereas molecule B is slightly twisted, the dihedral angles between the benzimidazole group and the benzene rings being 2.65 (12) and 13.17 (15) , respectively. The methyl group of molecule B is disordered over two positions, with a refined site-occupancy ratio of 0.581 (7):0.419 (7) . In each molecule, intramolecular O-HÁ Á ÁN hydrogen bonds generate S(6) ring motifs. In the crystal structure, both types of molecules are linked via intermolecular bifurcated N-HÁ Á ÁO hydrogen bonds into one-dimensional extended chains along [010] and form R 1 2 (5) ring motifs. The crystal structure is further stabilized by intermolecular C-HÁ Á Á andinteractions [centroidcentroid distances = 3.4758 (16)-3.596 (2) Å ].
Related literature
For hydrogen-bond motifs, see: Bernstein et al. (1995) . For benzimidazole chemistry, reaction mechanisms and bioactivity, see, for example: Latif et al. (1983) ; Craigo et al. (1999) ; Gudmundsson et al. (2000) ; Trivedi et al.(2006) ; Kim et al. (1996) ; Ramla et al. (2006) . For the stability of the temperature controller used in the data collection, see: Cosier & Glazer (1986 Table 1 Hydrogen-bond geometry (Å , ). Symmetry codes: (i) Àx; y þ 1; Àz þ 1 2 ; (ii) x; Ày À 1; z À 1 2 ; (iii) Àx; y; Àz þ 1 2 ; (iv) Àx þ 1 2 ; Ày þ 1 2 ; Àz þ 1. Cg1, Cg2 and Cg3 are the centroids of the C8B-C13B, C1B-C6B and N1A-C1A-C6A-N2A-C7A rings, respectively. Data collection: APEX2 (Bruker, 2005); cell refinement: SAINT (Bruker, 2005); data reduction: SAINT; program(s) used to solve structure: SHELXTL (Sheldrick, 2008); program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL; software used to prepare material for publication: SHELXTL and PLATON (Spek, 2009). B with a slightly different conformations due to a disordered group. Intramolecular O-H···N hydrogen bonds generate S(6) ring motifs (Bernstein et al., 1995) . The two molecules A and B are linked together by a bifurcated hydrogen bond involving the two oxygen atoms of the hydroxy and ethoxy groups with a R 1 2 (5) ring motif. The molecule A is almost planar wheares the molecule B is slightly twisted with the dihedral angles between the benzimidazole and the phenyl rings being 2.65 (12) and 13.17 (15) °, respectively. The methyl group of molecule B is disordered over two positions with a refined site-occupancy ratio of 0.581 (7):0.419 (7). The crystal structure is further stabilized by intermolecular C-H···π [Cg1, Cg2 and Cg3 are the centroids of the C8B-C13B, C1B-C6B and N1A/C1A/C6A/N2A/C7A rings] (Table 1) 
Experimental
An ethanolic solution (50 ml) of 3-ethoxy-salicylaldehyde (2 mmol, 332 mg) was added to 1,2-phenylenediamine (1 mmol, 217 mg). The mixture was refluxed for 2 h, and cooled to room temperature. The resulting colourless powder was filtered, washed with cooled ethanol and dried in vacuo. Single crystals suitable for X-ray diffraction were obtained from an methanol solution at room temperature.
Refinement
O1A, O1B and N-bound hydrogen atoms were located from the diffrence Fourier map and refined freely. The rest of the hydrogen atoms were positioned geometrically with a riding model approximation with C-H = 0.93-0.97 Å and U iso (H) = 1.2 or 1.5 (C & O) . A rotating group model was used for methyl group. Fig. 1 . The molecular structure of the title compound with atom labels and 50% probability ellipsoids for non-H atoms. Intra-and intermolecular hydrogen bonds are shown as dashed lines. The open bond indicates the minor component of disorder. (1) 
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Special details
Experimental. The crystal was placed in the cold stream of an Oxford Cyrosystems Cobra open-flow nitrogen cryostat (Cosier & Glazer, 1986) operating at 100.0 (1) K.
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) (3) N2B-H1NB···O1A i 0.94 (4) 1.95 (4) 2.877 (3) 167 (4) N2B-H1NB···O2A i 0.94 (4) 2.55 (4) 3.136 (3) 121 (3) C4A-H4AA···Cg1 ii 0.93 2.80 3.590 (4) 143 C14B-H14C···Cg2 iii 0.97 2.84 3.721 (5) 152 C15B-H15D···Cg3 iv 0.96 2.76 3.715 (8) 176 Symmetry codes: (i) −x, y+1, −z+1/2; (ii) x, −y−1, z−1/2; (iii) −x, y, −z+1/2; (iv) −x+1/2, −y+1/2, −z+1.
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